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RAW SEQUENCE LISTING DATE: 11/30/2001 

PATENT APPLICATION: US/09/973,025 TIME: 16:06:22 

Input Set : N:\Crf3\RULE60\09973025.txt 
Output Set: N:\CRF3\11302001\I973025.raw 

SEQUENCE LISTING 

4 (1) GENERAL INFORMATION: 

6 (i) APPLICANT: MAERTENS, GEERT 

'7 BOSMAN, FONS 

8 DE MARTYNOFF, GUY 

9 BUYSE, MARIE- ANGE 

11 (ii) TITLE OF INVENTION: PURIFIED HEPATITIS C VIRUS ENVELOPE 

12 . PROTEINS FOR DIAGNOSTIC AND THERAPEUTIC USE 
14 (iii) NUMBER OF SEQUENCES: 111 

16 (iv) CORRESPONDENCE ADDRESS: 

17 (A) ADDRESSEE: NIXON & VANDERHYE P.C. 

18 (B) STREET: 1100 NORTH GLEBE ROAD 

19 (C) CITY: ARLINGTON 

20 (D) STATE : VIRGINIA 

21 (E) COUNTRY: U.S.A. 

22 (F) ZIP: 22201-4714 

24 (v) COMPUTER READABLE FORM: 

25 (A) MEDIUM TYPE: Floppy disk 

2 6 (B) COMPUTER: IBM PC compatible 

27 (C) OPERATING SYSTEM: PC-DOS/MS -DOS 

28 (D) SOFTWARE: Patentln Release #1.0, Version #1.25 (EPO) 
30 (vi) CURRENT APPLICATION DATA: 

C--> 31 (A) APPLICATION NUMBER: US/09/973,025 

C--> 32 (B) FILING DATE: 10-Oct-2001 

33 (C) CLASSIFICATION: 

36 (vii) PRIOR APPLICATION DATA: 

37 (A) APPLICATION NUMBER: US 08/612,973 

38 (B) FILING DATE: ll-MAR-1996 

41 (viii) ATTORNEY/AGENT INFORMATION: 

42 (A) NAME: BYRNE, THOMAS E. 

43 (B) REGISTRATION NUMBER: 32,205 

44 (C) REFERENCE/DOCKET NUMBER: 14 87-10 
4 6 (ix) TELECOMMUNICATION INFORMATION: 

47 (A) TELEPHONE: (703) 816-4000 

48 (B) TELEFAX: (703) 816-4100 
52 (2) INFORMATION FOR SEQ ID NO : 1: 

54 (i) SEQUENCE CHARACTERISTICS: 

55 (A) LENGTH: 21 base pairs 

56 (B) TYPE: nucleic acid 

57 (C) STRANDEDNESS: single 

58 (D) TOPOLOGY: linear 
60 (ii) MOLECULE TYPE: cDNA 
62 (iii) HYPOTHETICAL: NO 

C--> 64 (iv) ANTI-SENSE: NO 

69 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1: 

71 GGCATGCAAG CTTAATTAAT T 21 

73 (2) INFORMATION FOR SEQ ID NO : 2: 
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m 



7 5 (i) SEQUENCE CHARACTERISTICS: ^> g ^ 

76 (A) LENGTH: 68 base pairs -* 

77 (B) TYPE: nucleic acid § O 

78 (C) STRANDEDNESS : single 

79 (D) TOPOLOGY: linear 
81 (ii) MOLECULE TYPE: cDNA 
83 (iii) HYPOTHETICAL: NO 

85 (iv) ANTI-SENSE: NO 

89 (xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2: 

91 CCGGGGAGGC CTGCACGTGA TCGAGGGCAG ACACCATCAC CACCATCACT AATAGTTAAT 60 

93 TAACTGCA 68 

95 (2) INFORMATION FOR SEQ ID NO : 3: 

97 (i) SEQUENCE CHARACTERISTICS: 

98 (A) LENGTH: 642 base pairs 

99 (B) TYPE: nucleic acid 



100 






(C) STRANDEDNESS: 


single 
















101 






(D) TOPOLOGY: 


linear 


















103 




(ii) 


MOLECULE TYPE: 


CDNA 


















105 


(iii) 


HYPOTHETICAL: NO 




















C--> 107 




(iv) 


ANTI-SENSE: 


NO 






















110 




(ix) 


FEATURE : 
























111 






(A) NAME/KEY: 


CDS 




















112 






(B) LOCATION: 


1. .639 


















114 




(ix) 


FEATURE : 
























115 






(A) NAME/KEY: 


mat_peptide 
















116 






(B) LOCATION: 


1. .636 


















119 




(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO : 3: 












121 


ATG 


CCC 


GGT 


TGC 


TCT 


TTC 


TCT 


ATC 


TTC 


CTC 


TTG 


GCT 


TTA 


CTG 


TCC 


TGT 


122 


Met 


Pro 


Gly 


Cys 


Ser 


Phe 


Ser 


He 


Phe 


Leu 


Leu 


Ala 


Leu 


Leu 


Ser 


Cys 


123 


1 








5 










10 










15 




125 


CTG 


ACC 


ATT 


CCA 


GCT 


TCC 


GCT 


TAT 


GAG 


GTG 


CGC 


AAC 


GTG 


TCC 


GGG 


ATG 


126 


Leu 


Thr 


He 


Pro 


Ala 


Ser 


Ala 


Tyr 


Glu 


Val 


Arg 


Asn 


Val 


Ser 


Gly 


Met 


127 








20 










25 










30 






129 


TAC 


CAT 


GTC 


ACG 


AAC 


GAC 


TGC 


TCC 


AAC 


TCA 


AGC 


ATT 


GTG 


TAT 


GAG 


GCA 


130 


Tyr 


His 


Val 


Thr 


Asn 


Asp 


Cys 


Ser 


Asn 


Ser 


Ser 


He 


Val 


Tyr 


Glu 


Ala 


131 






35 










40 










45 








133 


GCG 


GAC 


ATG 


ATC 


ATG 


CAC 


ACC 


CCC 


GGG 


TGC 


GTG 


CCC 


TGC 


GTT 


CGG 


GAG 


134 


Ala 


Asp 


Met 


He 


Met 


His 


Thr 


Pro 


Gly 


Cys 


Val 


Pro 


Cys 


Val 


Arg 


Glu 


135 




50 










55 










60 










137 


AAC 


AAC 


TCT 


TCC 


CGC 


TGC 


TGG 


GTA 


GCG 


CTC 


ACC 


CCC 


ACG 


CTC 


GCA 


GCT 


138 


Asn 


Asn 


Ser 


Ser 


Arg 


Cys 


Trp 


Val 


Ala 


Leu 


Thr 


Pro 


Thr 


Leu 


Ala 


Ala 


139 


65 










70 










75 










80 


141 


AGG 


AAC 


GCC 


AGC 


GTC 


CCC 


ACC 


ACG 


ACA 


ATA 


CGA 


CGC 


CAC 


GTC 


GAT 


TTG 


142 


Arg 


Asn 


Ala 


Ser 


Val 


Pro 


Thr 


Thr 


Thr 


He 


Arg 


Arg 


His 


Val 


Asp 


Leu 


143 










85 










90 










95 




145 


CTC 


GTT 


GGG 


GCG 


GCT 


GCT 


CTC 


TGT 


TCC 


GCT 


ATG 


TAC 


GTG 


GGG 


GAT 


CTC 


146 


Leu 


Val 


Gly 


Ala 


Ala 


Ala 


Leu 


Cys 


Ser 


Ala 


Met 


Tyr 


Val 


Gly Asp 


Leu 


147 








100 










105 










110 






149 


TGC 


GGA 


TCT 


GTC 


TTC 


CTC 


GTC 


TCC 


CAG 


CTG 


TTC 


ACC 


ATC 


TCG 


CCT 


CGC 



48 



96 



144 



192 



240 



288 



336 



384 
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1 ^0 


fire 

v^y o 


VjX y 


O ™ -L 


Va 1 

V Ct X 






Va 1 
Vdl 


Car 
Del 


Pi n 
VjX 11 


Leu 


IT 11C 


TVi t* 
■L 111 


Tl *=> 
lie 


Car 
OCX 


Pro 

XT 1 V_J 


Arg 


1 R1 

JL D X 






1 1 5 

X X J 










1 90 

X Z \J 










x z ~> 








1 ST 
1 J J 


V^vjVj 


CAT 




Am 


Vj X VJ 


pap 


PAP 


TPP 


A AT 

An. 1 


TPP 
X VjV^ 


TPA 
X V_rv 


ATP 


TAT 
1 rV 1 


ppp 


PPP 


PAP 


1 SA 




Hi q 
nx o 


pi n 

V3 X Li. 


X llX 


VQl 


Pi n 
VjX 11 


Asp 




Asn 


Cys 


DC! 


Tl <=> 
lie 


T\7 Y* 

iyr 


DrA 
IT 1 


Pi V 

VjX y 


nx o 


1 

X ~> ~> 




1 10 










X J J 










1 40 










1 


ATA 


APA 


PPT 

VjVj J. 


PAP 


PPT 

V—VJ 1 


ATP 


PPT 


TPP 


PAT 

\jr\ 1 


ATP 


ATP 


ATP 


AAC 


TPP 


TPP 


PPT 

V^V^ X 


x j o 




J. 11X 






Arg 


Met 


Al a 

nia 




nop 


1 1C L. 


1 iC u 




Asn 


xxp 


Cor 
OC1 


Pro 




1 A R 

X *r J 










150 










1 

X _/ ~> 










1 fiO 

1DW 


1 fil 


A PA 


app 


PPP 


PTC! 


GTG 


GTA 


TPP 

X \_»VJ 


PAP 


PTP 


PTP 


ppp 

^•VJVJ 


ATP 


PPA 


PAA 


PPT 
o w X 


GTC 




Thr 


Thr 


Ala 


Leu 


Val 


Val 


Ser 


Gin 


Leu 


Leu 


A tct 
MX y 


He 


Pro 


Gin 


Ala 


Val 


X O J 










165 










170 










175 




X U 


PTP 


GAC 


ATG 


GTG 


GCG 


GGG 


GCC 


CAT 


TGG 


GGA 


GTC 


CTG 


GCG 


GGC 


CTC 


GCC 


16 6 


Val 


Asp 


Met 


Val 


Ala 


Gly 


Ala 


His 


Trp 


Gly 


Val 


Leu 


Ala 


Gly 


Leu 


Ala 


ID / 








180 










185 










1 QO 

X 7 VJ 






X D J 


TAT 


TAT 


TCC 


ATG 


GTG 


GGG 


AAC 


TGG 


GCT 


AAG 


GTT 


TTG 


ATT 


GTG 


ATG 


CTA 


1 70 
X / u 


iyr 


Tyr 


Ser 


Met 


Val 


Gly 


Asn 


Trp 


Ala 


Lys 


Val 


Leu 


Tl r 

X X c 


1 

v d x 


Met 


Leu 


1 71 

X / X 






195 










200 










205 








171 

X / J 


V^ X V— 


TTT 


GCT 


CTC 


TAATAG 






















1 7 A 
X / *i 


Leu 


Phe 


Ala 


Leu 


























1 7 5 

X / ~J 




210 






























1 7fl 
X / o 


K z ) 


INFORMATION 


FOR 


SEQ 


ID NO : 4 : 
















i on 

X o u 




(i) 


SEQUENCE CHARACTERISTICS: 
















181 






(A) LENGTH: 212 amino 


acids 














1 






(B) TYPE: 


amino acid 
























(D) TOPOLOGY: 


linear 


















1 R S 




(ii) 


MOLECULE TYPE : 


protein 


















1 87 




(xi) 


SEQUENCE DESCRIPTION: SEQ 


ED NO : 4 : 














nc l. 


Pro 


Gly 


Cys 


Ser 


Phe 


Ser 


He 


Phe 


Leu 


Leu 


Ala 


J_i3U 


Jj6U 


OCX 


V— y o 


190 










5 










10 










15 




1 Q9 


Leu 


Thr 


He 


Pro 


Ala 


Ser 


Ala 


Tyr 


Glu 


Val 


Arg 


Asn 


Va 1 
vdl 


OCX 


Pi V 

VjX y 


nc u 


1 QT 
i ? j 








20 










25 










?0 






X .7 — > 


Tur 


His 


Val 


Thr 


Asn 


Asp 


Cys 


Ser 


Asn 


Ser 


Ser 


Tip 

X X c 


1 

V Ct X 


Tvr* 


Pi 11 
VjX LI 


Al ^ 

rt.1 ct 


196 






35 










40 










45 








X J? Vj 


Al a 
rVX ct 


Asp 


Met 


He 


Met 


His 


Thr 


Pro 


Gly 


Cys 


Val 


Pro 

IT X VJ 


y o 


V ct X 




Pi n 

VJX Ll 


199 




50 










55 










60 










901 

^ V/ X 


Aon 
noil 


Asn 


Ser 


Ser 


Arg 


Cys 


Trp 


Val 


Ala 


Leu 


Thr 


Pro 


TVi t* 

X XIX 


XjC u 


Al ^ 


Ala 

r\ 1 d 


909 












70 










75 










AO 

O V/ 


on a 


Arg 


Asn 


Ala 


Ser 


Val 


Pro 


Thr 


Thr 


Thr 


He 


Arg 


Arg 


XT -i ~ 

HIS 


Val 


Asp 


Leu 


205 










85 










90 










95 




207 


Leu 


Val 


Gly 


Ala 


Ala 


Ala 


Leu 


Cys 


Ser 


Ala 


Met 


Tyr 


Val 


Gly 


Asp 


Leu 


208 








100 










105 










110 






210 


Cys 


Gly 


Ser 


Val 


Phe 


Leu 


Val 


Ser 


Gin 


Leu 


Phe 


Thr 


He 


Ser 


Pro 


Arg 


211 






115 










120 










125 








213 


Arg 


His 


Glu 


Thr 


Val 


Gin 


Asp 


Cys 


Asn 


Cys 


Ser 


He 


Tyr 


Pro 


Gly 


His 


214 




130 










135 










140 










216 


He 


Thr 


Gly 


His 


Arg 


Met 


Ala 


Trp 


Asp 


Met 


Met 


Met 


Asn 


Trp 


Ser 


Pro 


217 


145 










150 










155 










160 


219 


Thr 


Thr 


Ala 


Leu 


Val 


Val 


Ser 


Gin 


Leu 


Leu 


Arg 


He 


Pro 


Gin 


Ala 


Val 


220 










165 










170 










175 





432 



480 



528 



576 



624 



642 
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222 


Val 


Asp 


Met Val Ala Gly 


Ala 


His 


Trp 


Gly Val 


Leu 


Ala 


Gly 


Leu 


Ala 


223 






180 






185 










190 






225 


Tyr 


Tyr 


Ser Met Val Gly Asn 


Trp 


Ala 


Lys 


Val 


Leu 


He 


Val 


Met 


Leu 


226 






195 




200 










205 








228 


Leu 


Phe 


Ala Leu 






















229 




210 
























232 


(2) 


INFORMATION FOR SEQ 


ID NO: 5: 
















234 




(i) 


SEQUENCE CHARACTERISTICS: 
















235 






(A) LENGTH: 795 base pairs 














9 

£t O D 






(B) TYPE: nucleic 


acid 
















9 "37 






(C) STRANDEDNESS : 


single 
















9 ^fl 

Z J o 






(D) TOPOLOGY: 


linear 


















9 4 0 




(ii) 


MOLECULE TYPE: 


cDNA 


















9 4. 9 


(iii) 


HYPOTHETICAL: NO 




















L, ^ z44 




( ) 


ANTI-SENSE: NO 






















94. 7 




\ 1X ) 


FEATURE : 






















9 A ft 

z t o 






(A) NAME/KEY: 


CDS 




















9 d. Q 






(B) LOCATION: 


1 . .792 


















9 SI 




( 1X ; 


FEATURE : 






















9 S9 






(A) NAME/KEY: 


mat_peptide 
















Z Jj 






(B) LOCATION: 


1 . .789 


















256 




/v-i ^ 


SEQUENCE DESCRIPTION: SEQ ID NO : 5: 












258 




J. X\j 


GGT AAG GTC ATC 


GAT 


ACC 


CTT 


ACA 


TGC 


GGC 


TTC 


GCC 


GAC 


CTC 


9 




Leu 


Gly Lys Val He 


Asp 


Thr 


Leu 


Thr 


Cys 


Gly 


Phe 


Ala 


Asp 


Leu 


260 


1 




5 








10 










15 




262 


GTG 


GGG 


TAC ATT CCG CTC 


GTC 


GGC 


GCC 


CCC 


CTA 


GGG 


GGC 


GCT 


GCC 


AGG 


263 


Val 


Gly 


Tyr He Pro Leu 


Val 


Gly 


Ala 


Pro 


Leu 


Gly 


Gly 


Ala 


Ala 


Arcr 


264 






20 






25 










30 






266 


GCC 


CTG 


GCG CAT GGC GTC 


CGG 


GTT 


CTG 


GAG 


GAC 


GGC 


GTG 


AAC 


TAT 


GCA 


267 


Ala 


Leu 


Ala His Gly Val 


Arg 


Val 


Leu 


Glu 


Asp 


Gly Val 


Asn 


Tvr 


Ala 


268 






35 




40 










45 








270 


ACA 


GGG 


AAT TTG CCC GGT 


TGC 


TCT 


TTC 


TCT 


ATC 


TTC 


CTC 


TTG 


GCT 


TTG 


271 


Thr 


Gly 


Asn Leu Pro Gly 


Cys 


Ser 


Phe 


Ser 


He 


Phe 


Leu 


Leu 


Ala 


Leu 


979 




50 




55 










60 












CTG 


TCC 


TGT CTG ACC GTT 


CCA 


GCT 


TCC 


GCT 


TAT 


GAA 


GTG 


CGC 


AAC 


GTG 


9 7 S 


Leu 


Ser 


Cys Leu Thr Val 


Pro 


Ala 


Ser 


Ala 


Tyr 


Glu 


Val 




Asn 


Val 


9 7fi 


65 




70 










75 










80 


9 7 fl 


TCC 


GGG 


ATG TAC CAT GTC 


ACG 


AAC 


GAC 


TGC 


TCC 


AAC 


TCA 




ATT 


GTG 


279 


Ser 


Gly 


Met Tyr His Val 


Thr 


Asn 


Asp 


Cys 


Ser 


Asn 


Ser 


Ser 


He 


Val 


280 






85 








90 










95 




282 


TAT 


GAG 


GCA GCG GAC ATG 


ATC 


ATG 


CAC 


ACC 


CCC 


GGG 


TGC 


GTG 


CCC 


TGC 


283 


Tyr 


Glu 


Ala Ala Asp Met 


He 


Met 


His 


Thr 


Pro 


Gly 


Cys 


Val 


Pro 


Cys 


284 






100 






105 










110 






286 


GTT 


CGG 


GAG AAC AAC TCT 


TCC 


CGC 


TGC 


TGG 


GTA 


GCG 


CTC 


ACC 


CCC 


ACG 


287 


Val 


Arg 


Glu Asn Asn Ser 


Ser 


Arg 


Cys 


Trp 


Val 


Ala 


Leu 


Thr 


Pro 


Thr 


288 






115 




120 










125 








290 


CTC 


GCA 


GCT AGG AAC GCC 


AGC 


GTC 


CCC 


ACC 


ACG 


ACA 


ATA 


CGA 


CGC 


CAC 


291 


Leu 


Ala 


Ala Arg Asn Ala 


Ser 


Val 


Pro 


Thr 


Thr 


Thr 


He 


Arg 


Arg 


His 


292 




130 




135 










140 











48 



96 



144 



192 



240 



288 



336 



384 



432 
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O Q A 

z y 4 


GTC 


GAT 


1 lb 


prnp 


pmrp 
b 1 1 


CCC 

bbb 


CCC 
bbb 


ppm 
bb 1 


ppm 
bb 1 


mmp 
1 lb 


mpm 
lb 1 


mpp 
Ibb 


ppm 
bb 1 


A TP 
Alb 


rp A P 
1 Ab 


pair 
bib 


one 

zy d 


Val 


Asp 


Leu 


Leu 


vai 


Pi TT 

biy 


Aia 


aia 

Aia 


aia 

Aia 


rne 


Cys 


Ser 


aia 
Aia 


M<a-t- 


Tyr 


Va 1 

vai 


z y o 


145 




















1DD 










1 £ n 

IOU 


z y o 


GGG 


GAC 




mpp 


CC A 
bbA 


rpprn 


c rnp 
bit 


lit 


PTP 
Lit 


ptp 


mpp 
1 tt 


pip 

bAb 


pmp 
bib 


mmp 
lib 


A CC 
Abb 


ATP 
Alb 


z y y 


Gly 


Asp 


Leu 


Cys 


p 1 \t 

biy 


Ser 


vai 


rjlc 


Leu 


Va 1 

va 1 


Ser 


Pin 

bin 


Leu 


rile 


1 nr 


T 1 0 

lie 


jUU 










1 £ R 










1 7fi 

1 / \j 










17c 

1 / j 






TCG 


CCT 


ccc 


ccc 

bbb 


LAI 


C A p 

bAb 


A CC 


pmp 
b 1 b 


PA C 
tAu 


PAP 


mpp 
lot 


AA1 


mpp 
Ibb 


TPA 
1 b A 


A TP 
Alb 


TAT 
1 A 1 




Ser 


Pro 


Arg - 


Arg 


nib 


p l m 


Thr 


Va 1 
Val 


CI n 

bin 


Asp 


Cys 


Asn 


Cys 




T1 *=» 

11c 


iyr 










i Rn 

IOU 










IRS 
10 j 










1 90 








CCC 


GGC 


p A p 


7\ m 7V 

A1A 


a rr 


ppm 
bb ± 




pprp 


a rpp 
Alb 


ppm 
ut 1 


mpp 


pa rp 
bAl 


ATP. 
Alb 


amp. 

Alb 


ATP. 
Alb 


A AP 


t n 7 


Pro Gly 


MIS 


Tie 

±xe 


Thr 


Pi IT 

biy 


HIS 


Arg 


Met 


2i1a 
Ala 


Trp 


Asp 


UAf 




M*a+- 


As n 


"3 n q 






1 QC 










200 










70S 
ZUj 










-L bb 


TCG 


bb 1 


a c a 

ALA 


A Of 
Abb 


CCC 


bib 


GTG 


GTA 


mpp 


PAP 
bAb 


pmp 
bib 


pmp 

bib 


ppp 

bbb 


ATP 
Alb 


PPA 

bbA 


11 1 


irp 


Ser 


Pro 


Thr 


1 nr 


Ala 


Leu 


Val 


Val 


Ser 


Pi n 

bin 


Leu 


Leu 


Arg 


11c 


tl b 


"3 1 O 




210 










215 










0 0 n 
z z u 










"3 1 >1 


bAA 


GCT 


GTC 


GTG 


GAC 


ATG 


GTG 


GCG 


GGG 


GCC 


pat 

bA X 


mpp 
ibb 


CC A 
bbA 


pmp 
bib 


pmp 
bib 


PPP 
bbb 


"3 1 R 
Ol _> 


oil] 


Ala 


Val 


Val 


Asp 


Met 


Val 


Ala 


Gly 


Ala 


riio 


±rp 


pi v 


V^i 1 
Val 


Leu 


Al ^ 


"3 1 C 

Jib 












230 










0 "3 R 
Z jj 










Z *r U 


Ol O 


P.P.T 


CTC 


GCC 


TAC 


TAT 


TCC 


ATG 


GTG 


GGG 


AAC 


Ibb 


ppm 
bb J. 


A A C 


P.TT 
\j J. 1 


mmp 
J. ivjr 


ATT 


"JIG 

ji y 


uiy 


Leu 


Ala 


Tyr 


Tyr 


Ser 


Met 


Val 


Gly 


Asn 


Trp 


Ala. 


Lys 


Va 1 
Val 


Leu 


Tl p 

lie 


*3 o n 










245 










250 










OCR 




5zZ 




ATG 


CTA 


CTC 


TTT 


GCT 


CCC 


TAATAG 
















"30 "3 


v ai 


Met 


Leu 


Leu 


Phe 


Ala 


Pro 




















"3 O /I 
Jz 4 








260 


























"3 O 7 




INFORMATION 


FOR 


SEQ 


ID NO: 6: 
















"3 O Q 

oz y 




(i) 


SEQUENCE CHARACTERISTICS: 
















"3 "3 A 






(A) LENGTH: 26 3 amino 


acids 














*3 *3 1 






(B) TYPE: 


amino acid 


















TIT 






(D) TOPOLOGY: 


linear 


















"3 1 A 




(ii) 


MOLECULE TYPE: 


protein 


















"3 "3 C 




(xi) 


SEQUENCE DESCRIPTION: SEQ ID NO: 6; 












"3 "3 P 

JJU 


Met 


Leu 


Gly 


Lys 


Val 


He 


Asp 


Thr 


Leu 


Thr 


Cys 


C 1 \r 

biy 




Al a 
Ala 


Asp 


Leu 


*3 1 Q 


1 








5 










10 










1 S 
1 j 




"3A 1 
041 


Val 


Gly 


Tyr 


He 


Pro 


Leu 


Val 


Gly 


Ala 


Pro 


Leu 


biy 


biy 


Ala 
Ala 


Ala 
Ala 


Arg 


"3 A 0 
J 4 Z 








20 










25 
















"3 A A 
o4 4 


Ala 


Leu 


Ala 


His 


Gly 


Val 


Arg 


Val 


Leu 


Glu 


Asp 


C 1 \r 

biy 


Va 1 
Val 


As n 


Tyr 


Ala 
Ala 


1A c; 






35 










40 


















*3 Vl 7 
J4 / 


Thr 


Gly 


Asn 


Leu 


Pro 


Gly 


Cys 


Ser 


Phe 


Ser 


He 


rne 


Leu 


Leu 


aia 

Aia 


Leu 


348 




50 










55 










60 










350 


Leu 


Ser 


Cys 


Leu 


Thr 


Val 


Pro 


Ala 


Ser 


Ala 


Tyr 


Glu 


Val 


Arg 


Asn 


Val 


351 


65 










70 










75 










80 


353 


Ser 


Gly 


Met 


Tyr 


His 


Val 


Thr 


Asn 


Asp 


Cys 


Ser 


Asn 


Ser 


Ser 


He 


Val 


354 










85 










90 










95 




356 


Tyr 


Glu 


Ala 


Ala 


Asp 


Met 


He 


Met 


His 


Thr 


Pro 


Gly 


Cys 


Val 


Pro 


Cys 


357 








100 










105 










110 






359 


Val 


Arg 


Glu 


Asn 


Asn 


Ser 


Ser 


Arg 


Cys 


Trp 


Val 


Ala 


Leu 


Thr 


Pro 


Thr 


360 






115 










120 










125 








362 


Leu 


Ala 


Ala 


Arg 


Asn 


Ala 


Ser 


Val 


Pro 


Thr 


Thr 


Thr 


He 


Arg 


Arg 


His 


363 




130 










135 










140 











480 



528 



576 



624 



672 



720 



768 



795 
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PATENT APPLICATION: US/09/973,025 TIME: 16:06:23 
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L:31 M:220 C: Keyword misspelled or invalid format, [(A) APPLICATION NUMBER : ] 

L:32 M:220 C: Keyword misspelled or invalid format, [(B) FILING DATE:] 

L:64 M:220 C: Keyword misspelled or invalid format, [(iv) ANTI-SENSE:] 

L:85 M:220 C: Keyword misspelled or invalid format, [(iv) ANTI-SENSE:] 



L 


107 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANT I 


-SENSE: ] 


L 


244 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANT I 


-SENSE: ] 


L 


402 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANT I 


-SENSE: ] 


L 


470 


M: 


336 


W 


Invalid 


Amino Acid 


Number in Coding Region, 


SEQ 


ID: 7 


L 


539 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANT I 


-SENSE: ] 


L 


590 


M: 


336 


W 


Invalid 


Amino Acid 


Number in Coding Region, 


SEQ 


ID: 9 


L 


647 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: ] 


L 


756 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: ] 


L 


894 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: ] 


L 


914 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format , 


[(iv) 


ANTI 


-SENSE: ] 


L 


934 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format , 


t(iv) 


ANTI 


-SENSE: ] 


L 


954 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: ] 


L 


974 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: ] 


L 


994 


M: 


220 


C 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: ] 



T . 
±J • 


1014. 




99 n 

Zi Zi \j 






mi ecr>pl 1 H 

HIlSSpCllCU 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: 


] 


L: 


1086 


M: 


336 


W: 


Invalid 


Amino Acid 


Number in Coding Region, 


SEQ 


ID:21 


L: 


1158 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: 




L: 


1281 


M: 


220 


C: 


Keyword 


misspelled 


or- 


invalid 


format, 


[(iv) 


ANTI 


-SENSE: 




L: 


1411 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE' 




L: 


1548 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L: 


1684 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L: 


1821 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[ (iv) 


ANTI 


-SENSE 




L- 


1841 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


1861 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


2116 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


2308 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


2501 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


2679 


M: 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


2859 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


3101 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


3447 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


3663 


M 


336 


W: 


Invalid 


Amino Acid 


Number in Coding Region, 


SEQ 


ID:49 


L 


4727 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4747 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4769 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4790 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4810 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


t(iv) 


ANTI 


-SENSE 




L 


4830 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[ (iv) 


ANTI 


-SENSE 




L 


4850 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4870 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4890 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4910 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4930 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 




L 


4950 


M 


220 


C: 


Keyword 


misspelled 


or 


invalid 


format, 


[(iv) 


ANTI 


-SENSE 
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L:4970 M:220 C: 
L:4990 M:220 C: 
L:5010 M:220 C: 
L:5030 M:220 C: 
L:5050 M:220 C: 
L:5070 M:220 C: 



Keyword misspelled or 
Keyword misspelled or 
Keyword misspelled or 
Keyword misspelled or 
Keyword misspelled or 
Keyword misspelled or 



invalid format, 
invalid format, 
invalid format, 
invalid format, 
invalid format, 
invalid format, 



[(iv) ANTI -SENSE:] 
[(iv) ANTI -SENSE:] 
[(iv) ANTI -SENSE:] 
[(iv) ANTI -SENSE:] 
[(iv) ANTI -SENSE:] 
[(iv) ANTI -SENSE:] 
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